Appendix 

Version of Amended Claims With Markings to Show Changes Made 

In reference to the amendments made herein to the Abstract of the Disclosure, 
additions appear as underlined text, while deletions appear as bracketed text, as indicated 
below; 

In the Abstract of the Disclosure: 

[The present invention relates to a method of detecting single nucleotide 
polymorphisms by providing a target nucleic acid molecule, an oligonucleotide primer 
complementary to a portion of the target nucleic acid molecule, a nucleic acid polymerizing 
enzyme, and a plurality of types of nucleotide analogs. The target nucleic molecule, the 
oligonucleotide primer, the nucleic acid polymerizing enzyme, and the nucleotide analogs, 
each type being present in a first amount, are blended to form an extension solution where the 
oligonucleotide primer is hybridized to the target nucleic acid molecule to form a primed target 
nucleic acid molecule and the nucleic acid polymerizing enzyme is positioned to add 
nucleotide analogs to the primed target nucleic acid molecule at an active site. The 
oligonucleotide primer in the extension solution is extended by using the nucleic acid 
polymerizing enzyme to add a nucleotide analog to the oligonucleotide primer at the active 
site. This forms an extended oligonucleotide primer, wherein the nucleotide analog being 
added is complementary to the nucleotide of the target nucleic acid molecule at the active site. 
The amounts of each type of the nucleotide analogs in the extension solution after the 
extending step are then determined where each type is present in a second amount. The first 
and second amounts of each type of the nucleotide analog are compared. The type of 
nucleotide analog where the first and second amounts differ as the nucleotide added to the 
oligonucleotide primer at the active site is then identified. The steps of extending, determining 
the amounts of each type of the nucleotide analog, comparing the first and second amounts of 
the nucleotide analog, and said identifying the type of nucleotide analog added may be 
repeated, either after repeating the blending with the extended oligonucleotide primer or after 
determining the amounts of each type of dideoxynucleotide or dideoxynucleotide analog 
remaining in the extension solution as the new first amount. As a result, the nucleotide at the 
active site of the target nucleic acid molecule is determined. Also disclosed is an apparatus and 
composition for carrying out this method.] 
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The present invention relates to a method of detecting single nucleotide 
polymorphisms by blending a target nucleic molecule, a oligonucleotide primer, a nucleic 
acid polymerizing enzyme, and nucleotide analogs, each type being present in a first amount, 
to form an extension solution where the oligonucleotide primer is hybridized to the target 
nucleic acid molecule to form a primed target nucleic acid molecule and the nucleic acid 
polymerizing enzyme is positioned to add nucleotide analogs to the primed target nucleic 
acid molecule at an active site. The oligonucleotide primer in the extension solution is 
extended by using the nucleic acid polymerizing enzyme to add a nucleotide analog to the 
oligonucleotide primer at the active site. The amounts of each type of the nucleotide analogs 
in the extension solution after the extending step are then determined where each type is 
present in a second amount. The type of nucleotide analog where the first and second 
amounts differ is identified as the nucleotide added to the oligonucleotide primer at the active 
site. 
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